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genome is a
complex and
interesting
lace to work.

Not all loci are
created equal
for diagnostics.
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Tandemly Repeated




Genomic Tandem Arrays
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Canonical Characters

ooz A phylogenetic character (such as a
P ’rha‘r defmes an evolutionary point.
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World Wide B. anthracis
ol—=s==| Canonical SNPs

1
\_=

I

0
|
H‘

o>

-~ Marking major branches
= and specific strains

.

LG



5.000

5.000

4.000

0000 ————

15

Ames-Specific RT-PCR
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B. anthracis PHRANA (1067 isolates)

Canonical SNPs MLVA-15 SNR-4

57 -
Isolates

600
Isolates ™

8 subtypes 108 subtypes 8 subtypes
(208 6Ts) (476 GTs)
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Mutation Rate Models
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Generations Separating Two Isolates




Anthrax Letter Attacks
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